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SEQUENCE LISTING 

<110> Ward, Elizabeth S. 

i « 

<120> IMMUNOGLOBIN-LIKE DOMAINS WITH INCREASED HALF LIVES 

<130> UTSD:483 

<140> 08/811,463 
<141> 1997-03-03 

<150> 06/013,563 
<151> 1996-03-18 

<160> 37 

<170> Patentln Ver. 2.0 

<210> 1 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 1 

atcaccatgg ccggcagacc gaaggctcca cag 

<210> 2 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> description of Artificial Sequence: Synthetic 
Primers 

<400> 2 

tacaggtgac cttaccagga gagtgggaga ggct 

<210> 3 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 3 

atcaccatgg ccgtgcccag ggattgtggt tg 

<210> 4 
<211> 31 
<212> DNA 




1 



<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:' Synthetic 
Primers 



<400> 4 

atcaggtgac cttggttttg gagatggttt t 

<210> 5 
<211> 33 
<212> DNA 

<213> Artificial Sequence 



31 



<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 5 

atcaccatgg ccgaagtatc atctgtcttc ate 33 

<210> 6 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 6 

tctggctcct ccgtgct 17 

<210> 7 
<211> 35 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 7 

atcatctaga tttttttgtt ggggccaaat ttatg 35 

<210> 8 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 8 

atcaccatgg ceggtaggat gcgcagcggt ctgccagcc 39 
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<210> 9 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 9 

atcagtcgac cttggaagtg ggtggaaagg catt 

<210> 10 
<211> 38 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> modif ied_base 

<222> (21) . . (34) 

<223> N = A, G, C or T 

<220> 

<221> modif ied__base 

<222> (20) 

<223> S = G or C 

<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 10 

caacacacgt gaccttagcs nncagsnnaa tsnngagc 

<210> 11 
<211> 13 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 11 
gtcacgtgtg ttg 

<210> 12 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 



<400> 12 

gctcctcccg gggttgcgt 



<210> 13 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
Primers 

<220> 

<221> modif ied_base 

<222> (22) . . (23) 

<223> N = A, G, C or T 

<400> 13 

caggaagctg acccctgtgg gnn 

<210> 14 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
Primers 

<220> 

<221> modif ied_base 

<222> (22) . . (23) 

<223> N = A, G, C or T 

<400> 14 

ttccgtctca ggccactccc cnn 

<210> 15 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
Primers 

<400> 15 

tcaggaagtg gctggaaagg catt 

<210> 16 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
Primers 

<400> 16 



Sequence: Synthetic 
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Sequence: Synthetic 



23 



Sequence: Synthetic 



24 



Sequence: Synthetic 
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atggggatgc cactgccctg g 

<210> 17 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 17 

ggtggttggc caggcccct 

<210> 18 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 18 

cagtatgggc gttgtgca 

<210> 19 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 19 

ctcagtagcg tggttgtg 

<210> 20 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 20 

cccatcatgg cccaggactg g 

<210> 21 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



Primers » 1 

<400> 21 

ccagtcctgg gccatgatgg g 

<210> 22 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 22 

ggcctgcacg cgcaccatac t 

<210> 23 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 23 

agtatggtgc gcgtgcaggc cctc 

<210> 24 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 24 

agtatggtgt tggtgcag 

<210> 25 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Primers 

<400> 25 

ctgcaccaac accatact 

<210> 26 
<211> 5 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 26 

lie Met His Gin Asp 
1 5 



<210> 27 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 27 
His Asn His His 
1 



<210> 28 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 28 

lie Gin His Gin Asp 
1 5 



<210> 29 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 29 
Lys Asn Tyr Tyr 
1 



<210> 30 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 30 

Val Leu. His Gin Asp 
1 5 



<210> 31 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 31 
His Asn His Tyr 
1 



<210> 32 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 32 

Val Val His Gin Asp 
1 5 



<210> 33 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 33 
His Asn Arg Phe 
1 



<210> 34 
<211> 7 
<212> PRT 

<213> Artificial Sequence 
<220> 
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<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 34 

Leu Ala lie Ser Leu Ala Pro 
1 5 



<210> 35 
<211> 7 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 35 

Leu Val lie Ser Leu His Pro 
1 5 



<210> 36 
<211> 7 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptides 

<400> 36 

Leu Leu lie Ser Leu Phe Pro 
1 5 



<210> 37 
<211> 227 
<212> PRT 

<213> Mus musculus 
<400> 37 

Val Pro Arg Asp Cys Gly Cys Lys Pro Cys lie Cys Thr Val Pro Glu 
15 10 15 

Val Ser Ser Val Phe lie Phe Pro Pro Lys Pro Lys Asp Val Leu Thr 
20 25 30 

lie Thr Leu Thr Pro Lys Val Thr Cys Val Val Val Asp lie Ser Lys 
35 40 45 

Asp Asp Pro Glu Val Gin Phe Ser Trp Phe Val Asp Asp Val Glu Val 
50 55 60 

His Thr Ala Gin Thr Gin Pro Arg Glu Glu Gin Phe Asn Ser Thr Phe 
65 70 75 80 
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Arg Ser Val Ser Glu Leu Pro lie <Met His Gin Asp Trp Leu Asn Gly 

85 90 95 



Lys Glu Phe Lys Cys Arg Val Asn Ser'Ala Ala Phe Pro Ala Pro lie 
100 105 110 

Glu Lys Thr lie Ser Lys Thr Lys Gly Arg Pro Lys Ala Pro Gin Val 
115 120 125 

Tyr Thr lie Pro Pro Pro Lys Glu Gin Met Ala Lys Asp Lys Val Ser 
130 135 140 

Leu Thr Cys Met lie Thr Asp Phe Phe Pro Glu Asp lie Thr Val Glu 
145 150 155 160 

Trp Gin Trp Asn Gly Gin Pro Ala Glu Asn Tyr Lys Asn Thr Gin Pro 

165 170 175 

lie Met Asn Thr Asn Gly Ser Tyr Phe Val Tyr Ser Lys Leu Asn Val 
180 185 190 

Gin Lys Ser Asn Trp Glu Ala Gly Asn Thr Phe Thr Cys Ser Val Leu 
195 200 205 

His Glu Gly Leu His Asn His His Thr Glu Lys Ser Leu Ser His Ser 
210 215 220 

Pro Gly Lys 
225 
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I. 



HEAVY 
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START CHAINS RINGS REGION (cont'd) 



EU 00 63 64 65 66 67 

INOEX INDEX HUMAN HUMAN HUMAN IGM IGM 

IGA2 IGA2 IGA2 'CL *CL' 

'CL 'A2M<1> A2H(2) I • 
' CI* *CL 



68 69 70 71 

IGM-b MUTANT MO PC MOPC 
*CL 102 104E 104E 
' CL MEMB 
I 'CL 
I 



72 73 74 75 76 77 78 
HPC76 G8 GAT 50 IGD IGO IGD Bl-8. 
'CL CA 'CL 'CL SECR MEMB DELTA1 
I 1.7 I 'CL 'CL 

'CL I • 



79 BO 81 

MOUSE IGG3 IGG 

IGG3 MEMB 'CL 

'CL 'CL I 



224 
225 
226 
227 
228 

229 
230 
231 
232 
233 

234 

235 
236 
237 
238 

239 

240 

241 

241A 

241B 

24 1C 
241D 
241E 
241P 
241G 

241H 
2411 
241J 
241K 
241L 

241M 
241N 
2410 
241P 
2410 

241R 
241S 
241T 
241U 
241V 

24 1W 
241X 
241Y 
241Z 
241AA 

241BB 
' 24 ICC 
241DD 
241EE 
241FF 

241GG 
241HH 
241II 
241JJ 
241KK 

241LL 
241MM 
2 4 INN 
24100 
241PP 

2410Q 

241RR 

241SS 

242 

243 



216 
217 
218 

219 
220 

221 



222 
223 
224 
225 

226 
227 
228 



229 
230 





















GLU 






— 

















SER 


zzz 









~ " 








TRP 




VA 














ASP 




PR 


1 




T 










SER 


— - - 


AR 




















GLN 


GLU 


AS 


— 
















SER 


PRO 







— — — 










SER 


ARG 


















LYS 


ILE 

















ARG 


PRO 






















VAL 


LYS 





















THR 


PRO 


I 














PRO 


SER 


GL 


— — — 












THR 


THR 


CY 















LEU 


PRO 


LY 


— 





— 


— 


— 





GLN 


PRO 


PR 





— — 


— 


-» — — 






ALA 


(-1 V 

uJU I 


CY 










zzz 




LYS 


SER 


IL 










zzz 


_____ 


ASN 


SER 















_____ 


HIS 


CYS 


-- 


— 





— 


— 








SER 


PRO 






— — — 










1 UK 










zzz 


zzz 


zzz 





GLU 





— 




~ 





— - — 








ALA 





-- 







— - — 











THR 























LYS 



























ZZZ 








zzz 


ILE 





— 










___ 








THR 





-- 












_____ 





THR- 





— 


— 

















LYS 


~~~ 














~~~ 










zzz 










ASP 





— 















ILE 














— 


— 


— 


— 


GLU 


--- 


-- 


— 


— 


___ 


--- 


— 


--- 








-- 






















zzz 










— 








— 
















ZZZ 




::: 


ZZ- 


zzz 


-— 


zzz 




- — 




- 




















— 


— 




— 

















— 






— 


--- 


--- 


— 




- 
















— 


























— 


— 


— 


— 













— - 










— — — 


ZZZ 































~ — - 




- — — 

































--- 


-- 


































































































































































CY 
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ttAVT CONSTANT CHAINS CH2 RIG I ON (cont'd) 



EU OU 81 82 63 84 1 85 86 87 88 89 90 91 92 93 94 95 96 97 98 99 

INDEX INDEX ICG1 IGG1 MOPC IF2 ICR ICG2B IGG2B ICG2B IGG2B MPC 10.1 IGG2A 17/9 IGG2A IGG2A IGG2A m6pC CBPC IGA 

'CL HEMB 21 'CL 11.19.3 <A) (A) <B> MEMB 11 f (A) 'CL (B) (B) MEMB 173 101 ' CL 

• CL t CL 'CL' 'CL 'CL t 'CL t 'CL 'CL* 'CL f 

* # # I • ff » 



I43A 
ZOB 
M3C 
1430 
I43E 

I43F 

tm 

J43H 
2431 

M4 231 



230 
231 
232 



145 
MSA 
MSB 
!45C 



232 



VAL 
PRO 



VAL VAL 
PRO PRO 



•46 


233 


233 








!47 


234 


234 








m 


235 


235 





— - 


!I9 


236 


236 


GLU 


GLU 


!50 


237 


237 


VAL 


VAL 


!S1 


238 


238 


SER 


SER 


:51A 












:sib 












:52 


239 


239 


SER 


SER 


53 


240 


240 


VAL 


VAL 


54 


241 


241 


PHE 


PHE 


55 


242 


242 


ILE 


ILE 


56 


243 




PHE 


PHE 


57 


244 


243 


PRO 


PRO 


58 


245 


244 


PRO 


PRO 


59 


246 


245 


LYS 


LYS 


60 


247 


246 


PRO 


PRO 


£1 


248 


247 


LYS 


LYS 


(2 


249 


248 


ASP 


ASP 


63 


250 




VAL 


THR 


64 


251 


249 


LEU 


LEU 


65 


252 


250 


THR 


LEU 


66 


253 


251 


ILE 


ILE 


67 


254 


252 


THR 


THR 


68 


255 


253 


LEU 


VAL 


69 


256 


254 


THR 


THR 


70 


257 


255 


PRO 


PRO 


71 


258 


256 


LYS 


LYS 


72 


259 


257 


VAL 


VAL 


73 


260 


258 


THR 


THR 


74 


261 


259 


CYS 


CYS 


IS 


262 


2fiO 

* V V 


VAT 
VAX* 


VAL 


76 


* O J 




VAL 


VAL 


17 


264 


262 


VAT 


VAT 
VAL 


>B 




261 


irn 
Air 


ICQ 

ASP 


79 


266 


264 


ILE 


ILE 


to 


2K7 




era 

SfcK 


CCD 

SER 


n 
ii 


? Aft 

(SO 




Lis 


LYS 


I? 

1* 


2fiQ 


d 9 f 


i en 

ASP 


ASP 


)3 


270 


268 


ASP 


ASP 


?4 


271 




PRO 


PRO 


it 


Z Id 




GLU 


GLU 


16 


All 

273 


269 


VAL 


VAL 


17 


274 




GLN 


GLN 


IS 


£ 13 




PHE 


PHE 


>9 


276 


270 


SER 


SER 


■ft 


tit 
d 1 1 


d IX 


TRP 


TRP 


ll 


d IQ 


did 


PHE 


PHE 


it 


d 19 


dfi 


VAL 


VAL 


J 




dl H 






4 




275 






c 

5 




O 1 c 

276 


ASP 


ASP 


c 

9 




Oil 

d It 


ASP 


ASN 


7 




d 10 










d ly 






9 


282 


280 


VAL 


VAL 




283 


2(11 

t O i 


V*X>U 


/**T f 1 

UL.U 


1 


284 


2(12 


V nit 


If* T 

VAL 


2 


285 


283 


OTC 

nid 


ni o 


3 


286 




TUB 




4 


287 


284 


ALA 


ALA 


c 

3 


loo 


285 


GLN 


GLN 


6 


289 


286 


THR 


THR 


7 


290 


287 


GLN 


GLN 


9 


291 


288 


PRO 


PRO 


9 


292 


289 


ARG 


ARG 


3 


293 


290 


GLU 


GLU 


1 


294 


291 


GLU 


GLU 


2 


295 


292 


GLN 


GLN 


3 


296 


293 


PHE 


PHE 


t 


297 


294 


ASN 


ASX 


5 




295 






5 




296 







7 


298 


297 


SER 


SER 


) 


299 


298 


THR 


THR 


1 


300 


299 


PHE 


PHE 


» 


301 


300 


ARG 


ARG 




302 


301 


SER 


VAL 


> 


303 


302 


VAL 


VAL 


i 


304 


303 


SER 


SER 


i 


305 


304 


GLU 


ALA 




306 


305 


LEU 


LEU 


i 


307 


306 


PRO 


PRO 


t 


308 


307 


ILE 


Tt F 
i.Lt> 


i 


309 


308 


MET 


MET 


i 


310 


309 


HIS 


HIS 




311 


310 


GLN 


GLN 




312 


311 


ASP 


ASP 




313 


312 


TRP. 


TRP 




314 


313 


LEU 


LEU 




315 


314 


ASN 


ASN 




316 


315 


GLY 


GLY 




317 


316 


LYS 


LYS 




318 


317 


GLU 


GLU 




319 


318 


PHE 


PHE 




320 


319 


LYS 


LYS 




321 


320 


CYS 


CYS 




322 


321 


ARG 


ARG 




323 


322 


VAL 


VAL 




324 


323 


ASN 


ASN 




325 


324 


SER 


SER 




326 


325 


ALA 


ALA 




327 


326 


ALA 


ALA 




328 


327 


PHE 


PHE 




329 


328 


PRO 


PRO 




330 


329 


ALA 


ALA 




331 


330 


PRO 


PRO 




332 


331 


ILE 


ILE 


\ 


333 


332 


GLU 


GLU 




334 

■»•»« 


333 


LYS 


LYS 



t 


~~~ 


~1~ 

zzz 






ALA 


ALA 


ALA 




PRO 


PRO 


PRO 




ASN 


ASN 


ASN 


LEU 


LEU 


LEU 


LEU 


GLU 


GLU 


GLU 


GLU 


GLY 


GLY 


GLY 


GLY 


GLY 


GLY 


GLY 


GLY 


PRO 


PRO 


PRO 


PRO 



SER 
VAL 
PHE 

ILE 
PHE 
PRO 
PRO 
ASN 

ILE 
LYS 
ASP 
VAL 
LEU 

MET 
ILE 
SER 
LEU 
THR 

PRO 
LYS 
VAL 
THR 
CYS 

VAL 
VAL 
VAL 
ASP 
VAL 

GLU 
ASP 
ASP 



VAL 
GLN 
ILE 



SER 
VAL 
PHE 

ILE 
PHE 
PRO 
PRO 
ASN 

ILE 
LYS 
ASP 
VAL 
LEU 

MET 
ILE 
SER 
LEU 
THR 

PRO 
LYS 
VAL 
THR 
CYS 

VAL 
VAL 
VAL 
ASP 
VAL 

SER 
GUI 
ASP 
ASP 
PRO 

ASP 
VAL 
GLN 
ILE 
SER 

TRP 
PHE 
VAL 



ASN 
ASN 



SER 
VAL 
PHE 

ILE 
PHE 
PRO 
PRO 
ASN 

ILE 
LYS 
ASP 
VAL 
LEU 

MET 
ILE 
SER 
LEU 
THR 

PRO 
LYS 
VAL 
THR 
CYS 

VAL 
VAL 
VAL 
ASP 
VAL 

SER 
GLU 
ASP 
ASP 
PRO 

ASP 
VAL 
GLN 
ILE 
SER 

TRP 
PHE 
VAL 



ASN 
ASN 



SER 
VAL 
PHE 

ILE 
PHE 
PRO 
PRO 
ASN 

ILE 
LYS 
ASP 
VAL 
LEU 

MET 
ILE 
SER 
LEU 
THR 

PRO 
LYS 
VAL 
THR 
CYS 

VAL 
VAL 
VAL 
ASP 
VAL 

SER 
GLU 
ASP 
ASP 
PRO 

ASP 
VAL 
ARG 
ILE 
SER 

TRP 
PHE 
VAL 



ASN 
ASN 



SER 
GLY 
LYS 

GLU 
PHE 
LYS 
CYS 
LYS 

VAL 
ASN 
ASN 
LYS 
ASP 

LEU 
PRO 
ALA 
PRO 
ILE 

GLU 
ARG 



VAL 


VAL 


VAL 


GLU 


GLU 


GLU 


VAL 


VAL 


VAL 


HIS 


HIS 


HIS 


THR 


THR 


THR 


ALA 


ALA 


ALA 


GLN 


GLN 


GLN 


THR 


THR 


THR 


GLN 


GLN 


GLN 


THR 


THR 


THR 


HIS 


HIS 


HIS 


ARG 


ARG 


ARG 


GLU 


GLU 


GLU 


ASP 


ASP 


ASP 


TYR 


TYR 


TYR 


ASN 


ASN 


ASN 


SER 


SER 


SER 


THR 


THR 


THR 


ILE 


ILE 


ILE 


ARG 


ARG 


ARG 


VAL 


VAL 


VAL 


VAL 


VAL 


VAL 


SER 


SER 


SER 


THR 


THR 


ALA 


LEU 


LEU 


LEU 


PRO 


PRO 


PRO 


ILE 


ILE 


ILE 


GLN 


GLN 


GLN 


HIS 


HIS 


HIS 


GLN 


GLN 


GLN 


ASP 


ASP 


ASP 


TRP, 


TRP 


TRP 


MET 


MET 


MET 


SER 


SER 


SER 


GLY 


GLY 


GLY 


LYS 


LYS 


LYS 






























ALA 


— ~ — 

ZZZ 

ALA 


— — — 
ALA 


— - - 
ALA 


ALA 






r>t>/"\ 

rtVJ 


PRO 


PRO 


PRO 






ASN 


ASN 


______ 

ASN 


ZZZ 

ASP 


ZZZ 

ASP 
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